In order to investigate the genetic
ABSTRACT
In The position of each cluster within the radiation of its phylum remained unaltered whether the analyses were based on about Figure   1 . Dendrogram of 16S rDNA relatedness between a-i Proteobacteria (cluster IV) and their cultured relatives. Bootstrap values (in percent) areindicated at branching points. Bar represents 5% nucleotide differences.
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1000 (Fig. 1) As shown by their branching points (Fig. 2) , two clusters (V and VI) emerged from the phylogenetic analysis. Individual clone groups occur within each cluster. The bootstrap value of287/1000 ( Fig. 2) indicates an extremely low degree of possibility that members of the two clusters are actually descendents of a common ancestor.
The eight clones of cluster V, ranging from MC65 to MC87 in Fig. 2 (13-17% dissimilarity).
On the other hand, as judged from the presence of signature nucleotides and bootstrap values, the phylogenetic coherency of the enlarged TH3 cluster is apparent, and even more so for each of the three clone groups, i.e., MC66 and MC47 (cluster Va) and MC19 (cluster Vb). Clone sequences of subcluster Vb appear slightly more closely related to strain TH3 (11.5% sequence divergence) than the other two clone groups (13-16.7% sequence divergence). The eight clone sequences of cluster VI (MCIO1 to MC 103 in Fig. 2 Figure 3 . Comparison of the nucleotide sequences between the 3' PCR primer used in the amplification of 16S rDNA and its target sites in 16S rDNA from representatives of bacterial phyla. The primer was designed to amplify streptomycetes rDNA but was shown to amplify DNA from other firmicutes, Proteobacteria, planctomycetes, and chlamydiae and relatives as well (see text).
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